The authors wish to make the following change to their paper \[[@B1-genes-09-00090]\]. Four new references were added: \[55\] "55. SeqPrep. Available online: <https://github.com/jstjohn/SeqPrep> (accessed on 13 November 2017)", \[57\] "57. Burrow Burrow-Wheeler Aligner. Available online: <https://github.com/lh3/bwa> (accessed on 13 November 2017)", \[58\] "58. SAMTools. Available online: <https://github.com/samtools/samtools> (accessed on 13 November 2017)" and \[59\] "59. EMPOP. Available online: <https://empop.online/> (accessed on 10 November 2017)."

These references are added in Section 2.4., fourth paragraph, and the text now reads:

"In addition to GeneMarker^®^HTS, the sequenced reads for the mtDNA mixture samples were analyzed using Mixemt, developed by Vohr et al. \[54\]. Prior to analysis using Mixemt, the raw sequence reads were trimmed for adapters, and the overlapping reads were merged using SeqPrep \[55\]. Both merged and unmerged sequence reads were then aligned separately to the Reconstructed Sapiens Reference Sequence (RSRS) using the Burrows--Wheeler Aligner (bwa) tool, which also converts the FASTQ files to SAM files \[56,57\]. SAMtools was then used to collapse the PCR duplicates and convert SAM files to BAM files \[58\]. The BAM files were used for Mixemt analysis, which assigns each sequence read to a haplogroup based on the probability of the read originating from a contributing haplogroup \[50,54\]."

Due to this change, the references in the Discussion are renumbered: reference \[57\] is now \[60\], reference \[58\] is now \[61\], reference \[59\] is now \[62\] , reference \[60\] is now \[63\] , reference \[61\] is now \[64\] , reference \[62\] is now \[65\] , reference \[63\] is now \[66\] , reference \[64\] is now \[67\] and reference \[65\] is now \[68\].

We apologize for any inconvenience caused to the readers by this omission. The manuscript will be updated and the original will remain online on the article webpage.
